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ABSTRACT
Box H/ACA snoRNAs represent an abundant group
of small non-coding RNAs mainly involved in the
pseudouridylation of rRNAs and/or snRNAs in
eukaryotes and Archaea. In this study, we describe
a novel experimental method for systematic identi-
fication of box H/ACA snoRNAs from eukaryotes. In
the specialized cDNA libraries constructed by this
method with total cellular RNAs from human blood
cells, the high efficiency of cloning for diverse box
H/ACA snoRNAs was achieved and seven novel spe-
ciesofthissnoRNAfamilywereidentifiedfromhuman
for the first time. Furthermore, the novel method has
been successfully applied for the identification of the
box H/ACA snoRNAs from Drosophila and the fission
yeast,demonstratingapowerfulabilityforsystematic
analysis of box H/ACA snoRNAs in a broad spectrum
of eukaryotes.
INTRODUCTION
The small nucleolar RNAs (snoRNAs) represent an abundant
family of small non-coding RNAs in both eukaryotes and
Archaea (1–3). Except for RNase MRP, the snoRNAs are
divided into two classes, box C/D snoRNAs and box
H/ACA snoRNAs based on the conserved motifs and struc-
tural features (4). Box C/D snoRNAs share two conserved
motifs, the 50 end box C (RUGAUGA) and the 30 end box D
(CUGA), whereas the box H/ACA snoRNAs exhibit a com-
mon hairpin–hinge–hairpin-tail secondary structure with the H
(ANANNA) motif in the single-stranded hinge region and an
ACA triplet located 3 nt upstream of the 30 termini (5). Several
snoRNAs, such as U3, snR30, U8, U17 and RNase MRP, are
required for speciﬁc cleavage of pre-rRNAs (6,7). However,
the majority of known snoRNAs play important roles in the
post-transcriptional modiﬁcation of rRNAs and snRNAs. Box
C/D snoRNAs serve as guides for site-speciﬁc 20-O-ribose
methylation while box H/ACA snoRNAs direct the conversion
of uridine to pseudouridine at speciﬁc residue of rRNAs or
snRNAs (8,9). In addition to rRNA and snRNA targets,
snoRNAs or their homologs are involved in the methylation
of other cellular RNAs such as tRNA in Archaea (10).
Remarkably, snoRNAs may act on mRNA and play a role
in the regulation of RNA editing (11). With the increasing
number of snoRNAs, especially orphan snoRNAs, identiﬁed
from various organisms, the high diversity, both in genomic
organization and function, of snoRNAs are demonstrated and
are far more complex than has been anticipated (12–16).
Now there are two major methods for large-scale search of
snoRNAs, i.e. computational and experimental approaches.
The box C/D snoRNAs possess conserved motifs such as
box C and D, and 10–21 nt complementarity to rRNAs or
snRNAs, which enable the successful development of com-
putational identiﬁcation of C/D snoRNA guides from database
on a genome-wide scale (17). However, the box H/ACA sno-
RNAs are so far identiﬁed mainly by experimental approaches
owning to the less conserved motifs and shorter functional
elements. The general strategy of experimental methods for
the snoRNA identiﬁcation is to construct various cDNA lib-
raries encoding small RNA molecules. For instance, the
experimental RNomics approach by size-fractioning total
RNAs or nuclear RNAs was widely used and promoted a
great advance for the genomic survey of various small
RNAs in several model organisms (18–20). A more speciﬁc
experimental approach for isolation of box H/ACA snoRNAs
was performed by using co-immunoprecipitation that takes
advantage of speciﬁcally association between box H/ACA
snoRNAs and the nucleolar protein Gar1p (21,22). Neverthe-
less, the methods are either complicated and time-consuming
or not speciﬁc for the box H/ACA snoRNA family.
In an attempt to develop a simple and speciﬁc method for
the identiﬁcation of box H/ACA snoRNAs, here we introduce
a new strategy which was mainly based on the application of
an anchored primer for the conserved triple nucleotides at the
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doi:10.1093/nar/gni18530 termini of box H/ACA snoRNAs. This approach is easy to
perform for identifying the target sequences from total cellular
RNAs and has been successfully applied for systematic ana-
lysis of box H/ACA snoRNAs in different eukaryotes.
MATERIALS AND METHODS
Construction of cDNA libraries
The human blood cells were obtained from blood donor
(NO. 10655956-01). Total cellular RNAs were isolated
according to the guanidine thiocyanate–phenol–chloroform
procedure described by Chomoczynski et al. (23). Of the
total RNAs 30 mg were tailed with ATP by using poly(A)
polymerase (Takara) and subsequently reverse-transcribed
into the ﬁrst-stranded cDNAs using [g-
32P]dATP labeled
anchor primer dT16-TGT and AMV reverse transcriptase (Pro-
mega). The reaction mixture was size-fractioned on a dena-
turing 8% polyacrylamide gel (8 M urea and 1 · TBE buffer).
cDNAs with sizes ranging from 120 to 185 nt and from 185 to
270 nt were excised and eluted from the gel in NES buffer
(0.5 M NH4Ac, 1 mM EDTA and 0.1% SDS). The selected
cDNA was tailed with dGTP at the 30 end by using terminal
deoxynucleotidyl transferase (Takara). G-tailed cDNAs were
then ampliﬁed by PCR with a forward primer dT23 carrying a
HindIII restriction site and a reverse primer polyC16 carrying
a BamHI restriction site. Then ampliﬁed fragments sized
190–240 and 220–400 nt were excised and eluted from the
gel in NES buffer, respectively. After being digested with
HindIII and BamHI, the puriﬁed PCR products were inserted
into the corresponding restriction sites of plasmid pUC18
and transformed into Escherichia coli DH5a as described
previously (24).
DNA sequence analysis
The cDNA libraries were screened by PCR with the P47 and
P48 universal primer pair. Only the recombinant plasmids
carrying fragments in the range 50–500 bp were selected
to sequence. Sequencing was performed with an automatic
DNA sequencer (Applied Biosystems, 377) using the Big
Dye Deoxy Terminator cycle-sequencing kit (Applied
Biosystens).
Genomic locations of the sequences from the cDNA library
were analysed using the BLAST program from GenBank
(http://www.ncbi.nlm.nih.gov/BLAST/). The secondary struc-
tures of the box H/ACA snoRNAs were analysed by an mfold
program [(25), http://www.bioinfo.rpi.edu/applications/mfold/
old/rna/].
Northern blot analysis
The probe was labeled with 50 end [g-
32P]dATP. An aliquot of
20 mg total RNA was separated by 8% polyacrylamide gel
containing 8 M urea and electrotransferred onto nylon mem-
brane (Hybond-N
+; Amersham), followed by UV light irradi-
ation for 2 min. Prehybridization, hybridization and detection
were carried out according to the recommended procedures of
Roche Molecular Biochemicals. The membrane was pre-
hybridized and hybridized in high-SDS concentration hybrid-
ization buffer at 42 C. The Nylon membrane was washed in
2 · SSPE solution (including 0.1% SDS) twice for 10 min at
room temperature. Filters were exposed to a phosphor
screen and analysed by the Typhoon 8600 variable mode
imager.
Oligonucleotides
Oligonucleotides were synthesized and puriﬁed by Sangon Co.
(Shanghai, China). The primers for reverse transcription:
dT16-TGT, 50-TTTTTTTTTTTTTTTTNNNTGT-30 (N points
to any one of ATGC); dT23, 50-CCCCAAAAGCTTTTTTTT-
TTTTTTTTTTTTTTT-30. The following oligonucleotides
were used in the construction and screening of the human
cDNA libraries:dT23andpolyC16,5 0-GGAATTCGGATCCC-
CCCCCCCCCCCCC-30; P47, 50-CGCCAGGGTTTTCCCA-
GTCACGAC-30;P48,50-AGCGGATAACAATTTCACACA-
GGA-30. The following oligonucleotides were used for north-
ern blot analyses of novel snoRNAs: P107, 50-CCTGTTGG-
GTGTGTTGTAAA-30; P108, 50-CCGTGT GGGAGCCAT-
TCTCTGAT-30; P109, 50-TATGTTGGAGAAATATAC-30.
RESULTS
Strategy for construction of a cDNA library enriched in
box H/ACA snoRNAs with ACA-anchored primer
Box H/ACA snoRNAs only have characteristic secondary
structure and short common motif sequences, which seems
impossible to be oligonucleotide anchored effectively. But
note that a conserved ACA motif exactly positions three nuc-
leotides upstream of the 30 termini of this snoRNA type. If
extracted RNAs are tagged at the 30 end and then submitted to
reverse transcription using a special primer matching both the
tag and the adjacent terminal nucleotides of the box H/ACA
snoRNAs, the cDNA fraction for the target RNAs could be
trapped and enriched in a cDNA library.
In this study, an original strategy to generate a speciﬁc
cDNA library enriched in box H/ACA snoRNA was
developed. First of all, total cellular RNAs were A-tailed
and then reverse-transcribed into cDNAs employing primer
dT16-TGT, which ensures the preferential ampliﬁcation of H/
ACA snoRNAs whereas precludes the reverse transcription of
other RNAs or fragments with poly(A) tails. The PCR pro-
ducts were size-fractioned from the gel according to the length
of box H/ACA snoRNAs and then used to construct cDNA
library. Thus the library enriched in ACA-tailed sequences
could be obtained (Figure 1).
High efficiency of the approach for identifying diverse
box H/ACA snoRNAs from human blood cells
By using the ACA-anchored primer, a special cDNA library
(library I) encoding 140–160 nt RNAs was constructed with
total cellular RNAs from human blood cells. A total of 115
clones from the library were randomly sequenced and  64%
of sequences were found to be speciﬁc for box H/ACA sno-
RNAs (Figure 2). Although some snoRNA sequences were
overrepresented, 34 species of the snoRNAs were revealed,
including 16 snoRNAs identiﬁed only once in this analyses
(Supplementary Table 1). One third of cDNA sequences of the
analysis were derived from the known snRNA, rRNA and
mRNA fragments, respectively. Whereas, in the control lib-
rary constructed with the same sized cDNAs and the oligo(dT)
primer, an improved strategy derived from experimental
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abundant cellular RNA fragments was observed and only
16% of the sequences could be assigned to box H/ACA
snoRNAs (Figure 2).
Considering that some box H/ACA snoRNAs such as U17
are much longer than usual, we also constructed another ACA-
anchored library (library II) with cDNA fractions sized 185–
300 nt. In this library,  19% of cDNA sequences could be
assigned to box H/ACA snoRNAs and more clones were
ascribed to the rRNA or mRNA fragments. However, our
experiments demonstrated that <6% of the cDNA sequences
were box H/ACA snoRNAs in the control library constructed
with non-anchored primer.
From the analyses of 240 clones in the two anchored lib-
raries, we identiﬁed 96 box H/ACA snoRNA sequences that
represent 46 species of this RNA family. The majority of
cDNA sequences were full-length box H/ACA snoRNAs,
showing a high quality of the cloning approach. Notably,
all box H/ACA snoRNAs presented in the control library
were also determined in the anchored library except
ACA25 that has a different AUA motif, other than ACA, at
the 30 end. The amount of the identiﬁed snoRNAs from the
analyses represented more than half of the total known 85 box
H/ACA snoRNAs in human cells. Evidently, a high efﬁciency
of cloning for box H/ACA snoRNAs was achieved through the
anchor primer with size-fraction strategy.
Identification of seven novel human
box H/ACA snoRNAs
Seven new species among the 47 box H/ACA snoRNAs were
experimentally identiﬁed from the human cells. Although the
sequences were divergent to some extent, the four snoRNAs
were recognized as functional homologs in mammals and so
named after their counterpart as U19-2, ACA3-2, HBI-61 and
HBI-80, respectively (Table 1). However, three novel H/ACA
snoRNAs, named as U107, U108 and U109, were identiﬁed
for the ﬁrst time in mammals and then were further detected
positively by northern blot (Figure 3). Remarkably, the three
snoRNAs belong to different categories according to their
structure and function. U109 is a typical guide RNA which
was predicted to direct a known pseudouridylation of the sixth
residue of U1 snRNA (Figure 4). The identiﬁcation of U109
implies a complete list of box H/ACA snoRNA for the human
U1 snRNA because there are only two pseudouridylated nuc-
leotides in this small spliceosomal RNA. The adjacent Y5i s
guided by ACA47 snoRNA which was identiﬁed in a large-
scale of analysis previously (21). U108 was predicted to guide
Figure 1. StrategyforconstructionofaspecializedcDNAlibraryenrichedinboxH/ACAsnoRNAs.TotalcellularRNAswereisolatedandtailedwithpoly(A).The
firstcDNAstrandwassynthesizedwithanchorprimer(A)orordinaryprimer(B).ThecDNAsizedinaspecificrangewasexcisedandelutedfromthegel.Poly(G)tail
wasaddedtothe30 endoftheselectedcDNAandthenconvertedintodouble-strandedDNAsbyPCRwithtwoprimerspolyC16andoligo(dT).TheamplifiedDNA
was digested, purified and cloned into a plasmid vector.
Figure 2. SequenceanalysisofallchosencDNAclonesfromhumanbloodcelllibraries.LibraryI,derivedfromcDNAssized120–185ntwithACA-anchorprimer;
ControlLibrary,cDNAderivedfromcDNAssized120–185ntwithordinaryprimer.ClonesrepresentingdifferentRNAcategoriesareshownaspercentageoftotal
clones.
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has not been reported as a known pseudouridylated site in the
human rRNAs. A possible role of chaperon function of U108
in 28S rRNA folding was suggested. In contrast to the two
former, U107 does not possess any sequence complementarity
to rRNAs and therefore represents an orphan snoRNA whose
function remains to be elucidated.
All of the novel snoRNAs are intron-encoded by their host
genes. The snoRNA gene variants are usually encoded by the
same host genes, such as ACA3 and ACA3-2 which are
located in the second and fourth intron of RPL27A, respect-
ively. The three new isoforms of U107 were also found in the
10th intron of MageD gene family, respectively. Intriguingly,
U19-2 is intron-encoded by a protein-coding gene ATP6V0E
while its isoform U19 was previously found in the intron of a
non-protein-coding gene (27), demonstrating a different regu-
lation for the expression of the snoRNAs in human.
Table 1. Seven novel human box H/ACA snoRNAs identified from the cDNA libraries
Clone name SnoRNA
name
Iso Length
(nt)
Exp Modification Antisense element Homolog Chr Location Accession no.
Hbc-1 U107 3 131 N blot n.d. n.d. – X Intron 10 of MAGED2 AM055729
Hbc-2 U108 2 147 N blot n.d. 7 + 3n t( 5 0) – 10 Intron 11 of CWF19L1 AM055730
Hbc-3 U109 2 134 N blot U1-Y65 + 5n t( 3 0) – 5 Intron 1 of MGC23909 AM055742
Hbc-4 U19-2 3 204 cDNA 28S-Y3731
28S-Y3733
5 + 5n t( 5 0)
6 + 4n t( 3 0)
U19 5 Intron 3 of ATP6V0E AM055743
Hbc-5 ACA3-2 2 131 cDNA 28S-y3889 7 + 3n t( 5 0) ACA3 11 Intron 4 of RPL27A AM055744
Hbc-6 HBI-61 3 178 cDNA n.d. n.d. MBI-61 3 Intron 3 of EIF2A AM055745
Hbc-7 HBI-80 1 102 cDNA 18S-y1625 7 + 4n t( 3 0) MBI-80 7 Intron 3 of TBRG4 AM055746
Iso, numbers of isoforms; Len, length of the snoRNA gene; Exp, expression situation, cDNA, N blot, snoRNA was identified from a cDNA sequence or northern
blotting analysis; Chr, chromosomal location of the snoRNA gene.
Figure3. PositivedetectionofthethreenewboxH/ACAsnoRNAsbynorthern
blot. Lane M, molecular weight markers (pBR322 digested with HaeIII and
50 end labeled with [g-
32P]ATP).
Figure 4. The structure and function of novel box H/ACA snoRNAs. (A) Proposed secondary structures for U107, U108, U109, the H and ACA motifs
are boxed. (B) Predicted base-pairing of U108 with 28S rRNA; bipartite base-pairing interaction of the U109 (top strand) to their predicted target site
U1-Y6 (bottom strand). The hairpin structural element in the guide RNA that interrupts the base-pairing interaction is shown. Arrows indicated predicted modified
sites.
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snoRNAs from different eukaryotes
The approach was applied to analyse box H/ACA snoRNAs in
another model eukaryotes such as Drosophila melanogaster
and Schizosaccharomyces pombe. A primer-anchored library
was constructed with total cellular RNAs fromthe adults ofthe
fruit ﬂy and the cDNAs used for cloning ranged in size from
120 to 180 nt. As expected, a high efﬁciency for trapping
ACA-tailed RNAs was observed. The library contained
33% of the clones for ACA-tailed sequences and 17 different
box H/ACA snoRNAs were identiﬁed from a random analysis
of 100 clones (Supplementary Table 2). Similarly, in the yeast
library, 39% of the clones belong to the ACA-tailed sequences
and 17 different box H/ACA snoRNAs were characterized
from a random sequencing of 163 clones (Supplementary
Table 3). Although a limited screening of the libraries by
DNA sequencing, the amount of the snoRNAs identiﬁed
from the analyses represented an important percentage of
the known box H/ACA snoRNAs in these organisms accord-
ing to our update collection (14,28).
Obviously, the strategy does workwell in distant eukaryotes
owing to the phylogenetic conservation of the ACA motif in
this snoRNA family. The method appears suitable for system-
atic screening of box H/ACA snoRNAs from a broad spectrum
of eukaryotes even if the genome data of these organisms are
still not available.
DISCUSSION
In this study, we developed a novel experimental approach for
box H/ACA snoRNA identiﬁcation by using the ACA-
anchored primer with size-fractioning technique. The
approach can produce a speciﬁc cDNA library enriched in
ACA-tailed sequences, the contamination from abundant cel-
lular RNAs, especially small RNAs such as 5.8S and 5S
rRNAs that have a similar size to the snoRNAs, was efﬁciently
precluded at the ﬁrst step of reverse transcription. As com-
pared with the previously reported methods (18,21), the novel
approach is obviously simpler, but with higher efﬁciency for
the detection of a speciﬁc family of snoRNA. For example, the
cDNA libraries constructed by the standard approach of
experimental RNomics contained only 3% clones for
snmRNA candidates in mouse and 6.3% in the fruit ﬂy before
selection (18,20). While our libraries contained 64, 33 and
39% of the clones for the box H/ACA snoRNAs in human,
Drosophila and the ﬁssion yeast, respectively. Furthermore,
since the approach can easily be used in different organisms, it
provides us with a powerful tool for systematic analysis of box
H/ACA snoRNAs in eukaryotes and even Archaea in which
box H/ACA snoRNA homologs for rRNA pseudouridylation
have been reported (29,30). It is worth noting that not all box
H/ACA snoRNAs possess an exact ACA motif at 30 end, e.g.
 7and 3% of the snoRNAs exhibit variation of the triplet such
as AUA or AGA in human and the fruit ﬂy, respectively. For
an overall analysis, therefore, it is feasible to design an
additional AUA- and AGA-anchored primer for trapping
the snoRNAs with the varied motifs.
Recently, computational analysis of the box H/ACA snoR-
NAs has made great progress. Two computational programs,
i.e. MFE and snoGPS, which were based on the sequence and
secondary structure of the snoRNAs with minimum free-
energy structure stability or a deterministic search algorithm,
were developed to screen the H/ACA snoRNAs in genomic
databases (31,32). With the increasing snoRNA candidates
predicted in silicon, highly efﬁcient experiment methods
will be required for their conﬁrmation. On the other hand,
owing to the diversity in structure and function of snoRNAs,
the computational methods seem insufﬁcient for identifying
novel box H/ACA snoRNAs with unusual sequence motifs or
structures, especially orphan or chimeric snoRNAs, while
experimental method will provide a better solution for obtain-
ing a variety of box H/ACA snoRNAs in eukaryotes. Thus, it
would be important to combine the novel experimental
approach with the computational analyses for the identiﬁca-
tion of the box H/ACA snoRNAs on genome-wide scale from
novel organisms.
SUPPLEMENTARY DATA
Supplementary Data are available at NAR Online.
ACKNOWLEDGEMENTS
We would like to thank Xiao-Hong Chen for her technical
assistance. We thank Prof. Li-Ming Zheng for the donation
of human blood cells. This research is supported by the
National Natural Science Foundation of China (key project
30230200, 30370328), the funds from the Ministry of
Education of China and Natural Science Foundation of
Guangdong Province (No. 20030558034, 05200303) and the
National Basic Research Program (No. 2005CB724600).
Funding to pay the Open Access publication charges for this
article was provided by the National Basic Research Program
(No. 2005CB724600) from the Ministry of Science and
Technology of China.
Conflict of interest statement. None declared.
REFERENCES
1. Kiss,T. (2002) Small nucleolar RNAs: an abundant group of noncoding
RNAs with diverse cellular functions. Cell, 109, 145–148.
2. Omer,A.D., Lowe,T.M., Russell,A.G., Ebhardt,H., Eddy,S.R. and
Dennis,P.P. (2000) Homologs of small nucleolar RNAs in
Archaea. Science, 288, 517–522.
3. Gaspin,C., Cavaille,J., Erauso,G. and Bachellerie,J.P. (2000) Archaeal
homologsofeukaryoticmethylationguidesmallnucleolarRNAs:lessons
from the Pyrococcus genomes. J. Mol. Biol., 297, 895–906.
4. Balakin,A.G., Smith,L. and Fournier,M.J. (1996) The RNA world of the
nucleolus: two major families of small RNAs defined by different box
elements with related functions. Cell, 86, 823–834.
5. Ganot,P., Caizergues-Ferrer,M. and Kiss,T. (1997) The family of box
ACA small nucleolar RNAs is defined by an evolutionarily conserved
secondary structure and ubiquitous sequence elements essential for
RNA accumulation. Genes Dev., 11, 941–956.
6. Maxwell,E.S. and Fournier,M.J. (1995) The small nucleolar RNA.
Annu. Rev. Biochem., 35, 897–934.
7. Atzorn,V., Fragapane,P. and Kiss,T. (2004) U17/snR30 is a ubiquitous
snoRNA with two conserved sequence motifs essential for 18S rRNA
production. Mol. Cell. Biol., 24, 1769–1778.
8. Smith,C.M. and Steitz,J.A. (1997) Sno Storm in the nucleolus: new roles
for myriad small RNPs. Cell, 89, 669–672.
9. Filipowicz,W. and Pogacic,V. (2002) Biogenesis of small nucleolar
ribonucleoproteins. Curr. Opin. Cell Biol., 14, 319–327.
PAGE 5 OF 6 Nucleic Acids Research, 2005, Vol. 33, No. 22 e19410. Clouet d’Orval,B., Bortolin,M.L., Gaspin,C. and Bachellerie,J.P. (2001)
Box C/D RNA guides for the ribose methylation of archaeal tRNAs. The
tRNATrp intron guides the formation of two ribose-methylated
nucleosides in the mature tRNATrp. Nucleic Acids Res., 29, 4518–4529.
11. Vitali,P., Basyuk,E., Le Meur,E., Bertrand,E., Muscatelli,F., Cavaille,J.
and Huttenhofer,A. (2005) ADAR2-mediated editing of RNA substrates
in the nucleolus is inhibited by C/D small nucleolar RNAs. J. Cell Biol.,
169, 745–753.
12. Liang,D., Zhou,H., Zhang,P., Chen,Y.Q., Chen,X., Chen,C.L. and
Qu,L.H. (2002) A novel gene organization: intronic snoRNA
gene clusters from Oryza sativa. Nucleic Acids Res., 30, 3262–3272.
13. Kruszka,K., Barneche,F., Guyot,R., Ailhas,J., Meneau,I., Schiffer,S.,
Marchfelder,A. and Echeverria,M. (2003) Plant dicistronic
tRNA–snoRNA genes: a new mode of expression of the small
nucleolar RNAs processed by RNase Z. EMBO J., 22, 621–632.
14. Huang,Z.P., Zhou,H., He,H.L., Chen,C.L., Liang,D. and Qu,L.H. (2005)
Genome-wide analyses of two families of snoRNA genes from
Drosophila melanogaster, demonstrating the extensive utilization of
introns for coding of snoRNAs. RNA, 11, 1303–1316.
15. Bachellerie,J.P., Cavaille,J. and Huttenhofer,A. (2002) The expanding
snoRNA world. Biochimie, 84, 775–790.
16. Brown,J.W., Echeverria,M. and Qu,L.H. (2003) Plant snoRNAs:
functional evolution and new modes of gene expression.
Trends Plant Sci., 8, 42–49.
17. Lowe,T.M.andEddy,S.R.(1999)Acomputationalscreenformethylation
guide snoRNAs in yeast. Science, 283, 1168–1171.
18. Huttenhofer,A., Kiefmann,M., Meier-Ewert,S., O’Brien,J., Lehrach,H.,
Bachellerie,J.P. and Brosius,J. (2001) RNomics: an experimental
approach that identifies 201 candidates for novel, small,
non-messenger RNAs in mouse. EMBO J., 20, 2943–2953.
19. Marker,C., Zemann,A., Terhorst,T., Kiefmann,M., Kastenmayer,J.P.,
Green,P., Bachellerie,J.P., Brosius,J. and Huttenhofer,A. (2002)
Experimental RNomics: identification of 140 candidates for small
non-messenger RNAs in the plant Arabidopsis thaliana. Curr. Biol., 12,
2002–2013.
20. Yuan,G., Klambt,C., Bachellerie,J.P., Brosius,J. and Huttenhofer,A.
(2003) RNomics in Drosophila melanogaster: identification of 66
candidates for novel non-messenger RNAs. Nucleic Acids Res., 31,
2495–2507.
21. Kiss,A.M.,Jady,B.E.,Bertrand,E.andKiss,T.(2004)HumanboxH/ACA
pseudouridylation guide RNA machinery. Mol. Cell. Biol., 24,
5797–5807.
22. Torchet,C., Badis,G., Devaux,F., Costanzo,G., Werner,M. and
Jacquier,A. (2005) The complete set of H/ACA snoRNAs that guide
rRNA pseudouridylations in Saccharomyces cerevisiae. RNA,
11, 928–938.
23. Chomczynski,P. and Sacchi,N. (1987) Single-step method of RNA
isolation by acid guanidinium thiocyanate-phenol-chloroform
extraction. Anal. Biochem., 162, 156–159.
24. Zhou,H., Chen,Y.Q., Du,Y.P. and Qu,L.H. (2002) The
Schizosaccharomyces pombe mgU6-47 gene is required for 20-O-
methylation of U6 snRNA at A41. Nucleic Acids Res., 30, 894–902.
25. Zuker,M. (2003) Mfold web server for nucleic acid folding and
hybridization prediction. Nucleic Acids Res., 31, 3406–3415.
26. Wang,J.F., Zhou,H., Chen,Y.Q., Luo,Q.J. and Qu,L.H. (2004)
Identification of 20 microRNAs from Oryza sativa.
Nucleic Acids Res., 32, 1688–1695.
27. Kiss,T., Bortolin,M.L. and Filipowicz,W. (1996) Characterization of the
intron-encodedU19RNA,anewmammaliansmallnucleolarRNAthatis
not associated with fibrillarin. Mol. Cell. Biol., 16, 1391–1400.
28. Li,S.G., Zhou,H., Luo,Y.P., Zhang,P. and Qu,L.H. (2005) Identification
and functional analysis of 20 Box H/ACA small nucleolar RNAs
(snoRNAs) from Schizosaccharomyces pombe. J. Biol. Chem.,
280, 16446–16455.
29. Omer,A.D., Ziesche,S., Decatur,W.A., Fournier,M.J. and Dennis,P.P.
(2003) RNA-modifying machines in archaea. Mol. Microbiol.,
48, 617–629.
30. Charpentier,B., Muller,S. and Branlant,C. (2005) Reconstitution of
archaeal H/ACA small ribonucleoprotein complexes active in
pseudouridylation. Nucleic Acids Res., 33, 3133–3144.
31. Edvardsson,S., Gardner,P.P., Poole,A.M., Hendy,M.D., Penny,D. and
Moulton,V. (2003) A search for H/ACA snoRNAs in yeast using
MFE secondary structure prediction. Bioinformatics, 19,
865–873.
32. Schattner,P., Decatur,W.A., Davis,C.A., Ares,M.Jr, Fournier,M.J. and
Lowe,T.M. (2004) Genome-wide searching for pseudouridylation guide
snoRNAs: analysis of the Saccharomyces cerevisiae genome.
Nucleic Acids Res., 32, 4281–4296.
e194 Nucleic Acids Research, 2005, Vol. 33, No. 22 PAGE 6 OF 6